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本研究收集了 2011-2015 年重庆医科大学附属儿童医院门诊就诊的 5 岁以
下婴幼儿腹泻标本 2236 份，其中轮状病毒是导致腹泻的主要病原体之一，轮状
病毒阳性病例占所有腹泻病例的 30.46% 。681 例轮状病毒阳性的患者中，12-24
月龄儿童的轮状病毒检出率最高（42.32%）, 2 岁以内儿童 608 名，占全部轮状
病毒腹泻患儿的 89.28%。轮状病毒在全年呈散发存在，以秋冬季节为多，在每
年的 10 月份至次年一月份检出率较高，占全部轮状病毒腹泻患儿的 83.36%
（587/681）。2011-2015 年重庆地区优势流行 G 基因型发生了从 G1 到 G9 的转



























Group A rotavirus is one of the major causes of acute viral gastroenteritis in infants 
and young children worldwide, 95% of chilidren were infected with rotavirus before 
the age of five, leading to serious social and economic burden. There is no specific 
treatment for rotavirus diarrhea, vaccination is the most efficient methods to prevent 
and control rotavirus infection. The prevalence of rotavirus was obvious regionality, 
the main epidemic strains are changing over time. The epidemiological surveillance of 
rotavirus is important for understanding the evolution of rotavirus and the development 
of highly efficient rotavirus vaccines.  
In the present study, a total of 2236 diarrhea samples were collected, RV was 
confirmed in 681(30.46%) out of 2236, 388 cases were male and 293 cases were female. 
Among the 681patients, the highest rate of rotavirus detection was 42.32% in children 
aged 12-24 months. Children under 2 years account for 89.28% of all rotavirus diarrhea. 
Rotavirus was prevalence from October to January. The predominate G-genotype shift 
from G1 to G9 in 2011-2015, while P[8] was always the main P-genotype. G9P[8] was 
the most common G/P combinations, follow by G1P[8], G3P[8] and G2P[4]. There is 
no reassortment between human rotaivirus and other animal rotavirus among 681 
rotavirus-positive sample. However, using whole genomic analysis, we investigated 1 
rare G1P[4] human rotavirus strains, the genotype constrllations G1P[4] has been 
designated I2-R1-C1-M1-A2-N2-T1-E1-H1. Results suggest multiple segments 
reassortment between Wa-like and DS-1-like strains.  
In summary, the epidemiology of rotavirus in Chongqing is complicated and 
changeable; we should strengtheded the monitor of rotavirus infection to provide 
reference for the development and introducion of vaccine. 
 


















英文缩写  英文全称        中文全称 
RV         rotavirus        轮状病毒 
bp    base pair        碱基对 
aa    amino-acid        氨基酸 
Amp   Amplicllin        氨苄青霉素 
ds-RNA   double-single ribonucleic acid    双链核糖核苷酸 
c DNA   complementary deoxynucleic acid   互补脱氧核糖核苷酸 
dd H2O   double distillation water     双蒸水 
PBS   phosphate buffer saline     磷酸盐缓冲液 
rpm    revolutions per muinute     每分钟转速 
DEPC   diethyl pyrocarbonate     焦炭酸二乙酯 
DMSO   dimethyl sulfoxide      二甲基亚砜 
DNA   deoxyribonucleic acid     脱氧核糖核苷酸 
EDTA   Ethylen diaminotetracetic acid   乙二胺四乙酸 
min    minute         分钟 
PCR   polymerase chain reaction    聚合酶链式反应 
RT-PCR   reverse transcription PCR     逆转录 PCR 
Taq    thermos-aquaticus DNA polymerase  耐热的 DNA 聚合酶 
d NTP   deoxyribonucleoside triphosphate   脱氧核糖核苷三磷酸 
GNT    G-nontypable       G 未分型 
PNT    P-nontypable       P 未分型 
VP    Viral proteins       病毒蛋白 

















PAGE   Polyacrylamide gel electrophoresis  聚丙烯酰胺凝胶电泳 
ELISA   Enzyme-linked immune sorbent assay  酶联免疫吸附法 
DLP   Double-layered particle     双层颗粒 









































世界范围内每年大约有 200,000-453000 个婴幼儿因 RV 腹泻死亡，95%的儿童在









































同的组别，A 组轮状病毒基因组是典型的 4：2：3：2 型电泳图谱（图 1-2）。 
 
 
图 1-1. 轮状病毒结构示意图及其电镜照片[8, 9] 
Fig1-1. The schematic of rotavirus and EM of TLPs or DLPs 
 
 
图 1-2 轮状病毒基因组 PAGE 电泳图及其对应编码的蛋白[7] 
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